Histograms show mRNA expression of Nr4a1 (Nur77), Nr4a2 (Nurr1) and Nr4a3 (Nor1) in P14 wild-type and PKD2-null (PKD2 − / − ) naïve T-cells stimulated for 4 h with LCMV gp33 peptide as the fold change compared to unstimulated P14 cells (set as 1). The data were obtained by quantitative real-time PCR.
Figure S1 mRNA expression of Nr4a family transcription factors
Histograms show mRNA expression of Nr4a1 (Nur77), Nr4a2 (Nurr1) and Nr4a3 (Nor1) in P14 wild-type and PKD2-null (PKD2 − / − ) naïve T-cells stimulated for 4 h with LCMV gp33 peptide as the fold change compared to unstimulated P14 cells (set as 1). The data were obtained by quantitative real-time PCR.
Figure S2 Functional pathway analysis of genes differentially induced by TCR triggering in P14 wild-type and PKD2-null T-cells
To select these genes, we calculated the ratio of the TCR induced fold change in wild-type relative to PKD2-null cells, and selected genes that are differentially expressed between wild-type and PKD2-null cells (1.5-fold expression). This selection yielded a list of 347 probes corresponding to 266 gene IDs that were subjected to functional pathway analysis using DAVID Bioinformatics Resources. The Figure depicts the most significant molecular function and biological processes, indicating P value and GO term. Numbers in GO pathways represent the percentage of genes involved in each particular pathway (relative to the 266 genes subjected to analysis).
Table S1 Microarray analysis data
Full list of genes with a fold change of 2-fold or more in P14 PKD2-null (PKD2 − / − ) cells relative to P14 wild-type untreated cells. The Table includes all probes with a significant change (P < 0.05) of two-fold or greater, presented as probe set ID (GeneChip mouse genome 430_2.0 array, Affymetrix), gene symbol, gene name and fold change (as unlogged value) in P14 PKD2-null untreated relative to P14 untreated samples. 
